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Supplementary Figure 1. Association between CLDN5 expression and PFl of cancer patients. (A) A forest plot of hazard ratios of
CLDNS in 36 types of tumors. (B) Kaplan-Meier survival curves of PFl for patients stratified by the different expressions of CLDN5 in KIRP,
THCA, and HNSC.
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A CancerCode pvalue Hazard Ratio(95%CI)

TCGA-STAD(N=375) 0.02 1.16(1.02,1.31)
TCGA-UVM(N=73) 0.02 1.53(1.07,2.18)
TCGA-KIRP(N=273) 0.03 1.34(1.04,1.73)
TCGA-COADREAD(N=363) 0.03 1.16(1.02,1.33)
TCGA-COAD(N=275) 0.05 1.15(1.00,1.32)
TCGA-LUSC(N=467) 0.06 1.13(0.99,1.27)
TCGA-GBMLGG(N=616) 0.07 1.13(0.99,1.29)
TCGA-KIPAN(N=845) 0.07 1.09(0.99,1.20)
TCGA-SKCM-M(N=338) 0.22 1.05(0.97,1.14)
TCGA-UCS(N=55) 0.26 1.15(0.90,1.47)
TCGA-STES(N=548) 0.33 1.05(0.95,1.16)
TCGA-READ(N=88) 0.34 1.25(0.79,1.96)
TCGA-LUAD(N=486) 0.38 1.05(0.94,1.17)
TCGA-TGCT(N=126) 0.38 1.15(0.84,1.59)
TCGA-SKCM(N=434) 0.52 1.02(0.95,1.10)
TCGA-LGG(N=472) 0.79 1.02(0.86,1.22)
TCGA-BRCA(N=1043) 0.80 1.01(0.91,1.12)
TCGA-DLBC(N=43) 0.95 1.02(0.53,1.98)
TCGA-THCA(N=499) 2.5¢-4 0.60(0.46,0.79)
TCGA-UCEC(N=166) 0.02 0.82(0.69,0.97)
TCGA-PAAD(N=171) 0.02 0.79(0.65,0.96)
TCGA-SKCM-P(N=96) 0.16 0.85(0.67,1.07)
TCGA-THYM(N=117) 025 0.77(0.49,1.21)
TCGA-MESO(N=82) 027 0.92(0.79,1.07)
TCGA-LIHC(N=340) 0.30 0.94(0.85,1.05)
TCGA-CESC(N=273) 0.33 0.92(0.78,1.09)
TCGA-BLCA(N=397) 0.35 0.95(0.87,1.05)
TCGA-ESCA(N=173) 047 0.95(0.81.1.10)
TCGA-CHOL(N=33) 0.48 0.86(0.56,1.32)
TCGA-OV(N=407) 0.56 0.97(0.87,1.08)
TCGA-KIRC(N=508) 0.57 0.97(0.86,1.09)
TCGA-ACC(N=76) 0.60 0.94(0.73,1.19)
TCGA-SARC(N=250) 0.61 0.98(0.89,1.07)
TCGA-GBM(N-143) 0.62 0.96(0.81,1.14)
TCGA-PCPG(N=168) 0.72 0.93(0.63,1.37)
TCGA-PRAD(N=492) 0.75 0.97(0.79,1.18)
TCGA-HNSC(N=508) 0.85 0.99(0.89,1.10)
TCGA-KICH(N=64) 0.86 : 0.94(0.48,1.84)
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Supplementary Figure 2. Association between CLDN5 expression and DFIl in cancer patients. (A) A forest plot of hazard ratios of
CLDNS5 in 36 types of tumors. (B) Kaplan-Meier survival curves of DFI for patients stratified by the different expressions of CLDN5 in UCEC,
GBM, KIRP, COAD, STAD, LUSC, THCA, UVM, and PAAD.
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Supplementary Figure 3. Correlation of CLDN5 with ESTIMATESCORE scores. (A) The ESTIMATESCORE score in COAD, KICH, KIRP,
and BLCA. (B) The ESTIMATESCORE score in SKCM, READ, STAD, and ACC.
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Supplementary Figure 4. The mutational landscape of CLDN5 from TCGA. The frameshift deletion of CLDN5 was markedly in COAD.
In STAD, missense mutations of CLDN5 in various sites were obvious.

3 AGING

WWW.aging-us.com



